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<210> 2 

<211> 1653 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (19) , . • (1494) 
<400> 2 

cgtccggcgg aaggcgac atg ggc tec get ccc tgg gcc ccg gtc ctg ctg 51 

Met Gly Ser Ala Pro Trp Ala Pro Val Leu Leu 
15 10 

ctg gcg etc ggg ctg cge ggc etc cag gcg ggg gcc cgc agg gcc ccg 99 
Leu Ala Leu Gly Leu Arg Gly Leu Gin Ala Gly Ala Arg Arg Ala Pro 
15 20 25 

gac ccc ggc ttc cag gag cgc ttc ttc cag cag egt ctg gac cac ttc 147 
Asp Pro Gly Phe Gin Glu Arg Phe Phe Gin Gin Arg Leu Asp His Phe 
30 35 40 

aac ttc gag cgc ttc ggc aac aag acc ttc cct cag cgc ttc ctg gtg 195 
Asn Phe Glu Arg Phe Gly Asn Lys Thr Phe Pro Gin Arg Phe Leu Val 
45 50 55 

teg gac agg ttc tgg gtc egg ggc gag ggg eee ate ttc ttc tac act 243 
Ser Asp Arg Phe Trp Val Arg Gly Glu Gly Pro He Phe Phe Tyr Thr 
60 65 70 75 
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■saw 



gcc cag agg ate acg ggg ctg cga gca ctg gca ggg ctg gtc tac aac 963 
Ala Gin Arg He Thr Gly Leu Arg Ala Leu Ala Gly Leu Val Tyr Asn 
300 305 310 315 

gcc teg ggc tec gag cac tgc tac gac ate tac egg etc tac cac age 1011 
Ala Ser Gly Ser Glu His Cys Tyr Asp He Tyr Arg Leu Tyr His Ser 
320 325 330 

tgt get gac ecc act ggc tgc ggc acc ggc ecc gac gcc agg gcc tgg 1059 
Cys Ala Asp Pro Thr Gly Cys Gly Thr Gly Pro Asp Ala Arg Ala Trp 
335 340 345 

gac tac cag gcc tgc acc gag ate aac ctg acc tte gcc age aac aat 1107 
Asp Tyr Gin Pd.a Cys Thr Glu He Asn Leu Thr Phe Ala Ser Asn Asn 
350 355 360 

gtg ace gat atg ttc ecc gac ctg ecc tte act gac gag etc cgc cag 1155 
Val Thr Asp Met Phe Pro Asp Leu Pro Phe Thr Asp Glu Leu Arg Gin 
365 370 375 

egg tac tgc ctg gac acc tgg ggc gtg tgg ecc egg ecc gac tgg ctg 1203 
Arg Tyr Cys Leu Asp Thr Trp Gly Val Trp Pro Arg Pro Asp Trp Leu 
380 385 390 395 

ctg acc age ttc tgg ggg ggt gat etc aga gee gee age aac ate ate 1251 
Leu Thr Ser Phe Trp Gly Gly Asp Leu TVrg Ala Ala Ser Asn He He 
400 405 410 

ttc tec aac ggg aac ctg gac ecc tgg gca ggg ggc ggg att egg agg 1299 
Phe Ser Asn Gly Asn Leu Asp Pro Trp Ala Gly Gly Gly He Arg Arg 
415 420 425 

aac ctg agt gcc tea gtc ate gcc gtc acc ate cag ggg gga gcg cac 1347 
Asn Leu Ser Ala Ser Val He Ala Val Thr He Gin Gly Gly Ala His 
430 435 440 

cac etc gac etc aga gcc tec cac cca gaa gat cet get tec gtg gtt 1395 
His Leu Asp Leu Arg Ala Ser His Pro Glu Asp Pro Ala Ser Val Val 
445 450 455 

gag gcg egg aag ctg gag gee acc ate ate ggc gag tgg gta aag gca 1443 
Glu Ala Arg Lys Leu Glu Ala Thr He He Gly Glu Trp Val Lys Ma 
460 465 470 475 

gcc agg cgt gag cag cag cca get ctg egt ggg ggg ecc aga etc age 1491 
Ala Arg Arg Glu Gin Gin Pro Ala Leu Arg Gly Gly Pro Arg Leu Ser 
480 485 490 

etc tgageacagg actggagggg tctcaaggct ccteatggag tgggggcttc 1544 
Leu 



acteaageag ctggcggeag agggaagggg ctgaataaac gcctggagge ctggeaaaaa 1604 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaa 1653 
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<212> PRT 

<213> Artificial Sequence 
<220> 

<223> consensus sequence for the prolyloligopeptidase 
family from the Prosite database of protein 
patterns 
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<223> consensus sequence for the alpha/beta hydrolase 
family from the Prosite database of protein 
patterns 
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